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<210> 1 

<211> 2797 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (839). . (1471) 

<223> 

<400> 1 

acgcgcgccc tgcggagccc gcccaactcc ggcgagccgg gcctgcgcct actcctcctc 60 

ctcctctccc ggcggcggct gcggoggagg cgccgactcg gccttgcgcc cgccctcagg 120 

cccgcgcggg cggcgoagcg aggccccggg cggcgggtgg tggctgccag gcggctcggc 180 

cgcgggcgct gcccggcccc ggcgagcgga gggcggagcg cggcgccgga gccgagggcg 240 

cgccgcggag ggggtgctgg gccgcgctgt gcccggccgg gcggcggctg caagaggagg 300 

ccggaggcga gcgcggggcc ggcggtgggc gcgcagggcg gctcgcagct cgcagccggg 360 
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gccgggccag gcgttcaggc aggtgatcgg tgtggcggcg gcggcggcgg cggccccaga 420 

ctccctccgg agttcttctt ggggctgatg tccgcaaata tgcagaatta ccggccgggt 480 

ogctcctgaa gccagcgcgg ggagcgagcg cggcggcggc cagcaccggg aacgcaccga 540 

ggaagaagcc cagcccccgc cctccgcccc ttccgtcccc accccctacc cggcggccca 600 

ggaggctccc cggctgcggc gcgcaotccc tgtttctcct cctcctggct ggcgctgcct 660 

gcctctccgc actcactgct cgccgggcgc cgtccgccag ctccgtgctc cccgcgccac 720 

cctcctccgg gccgcgctcc ctaagggatg gtactgaatt tcgccgccac aggagaccgg 780 

ctggagcgoc cgccccgcgc ctcgoctctc ctccgagcag ccagcgcctc gggacgcg 838 

atg agg acc ttg get tgc ctg ctg etc etc ggc tgc gga tac etc gec 886 
Met Arg Thr Leu Ala Cys Leu Leu Leu Leu Gly Cys 6 1 y Tyr Leu A! a 
15 10 15 

cat gtt ctg gec gag gaa gec gag ate ccc cgc gag gtg ate gag agg 934 
His Val Leu Ala Glu Gfu Ala Giu I le Pro Arg GIu Val I le Glu Arg 
20 25 30 

ctg gec cgc agt cag ate cac age ate egg gae etc eag ega etc ctg 982 
Leu Ala Arg Ser Gin Me His Ser Me Arg Asp Leu Gin Arg Leu Leu 
35 40 45 

gag ata gac tec gta ggg agt gag gat tct ttg gac acc age ctg aga 1030 
Glu Me Asp Ser Val Gly Ser Glu Asp Ser Leu Asp Thr Ser Leu Arg 
50 55 60 

get cac ggg gtc cac gee act aag cat gtg ccc gag aag egg ccc ctg 1078 
Ala His Gly Val His Ala Thr Lys His Val Pro Glu Lys Arg Pro Leu 
65 70 75 80 

ccc att egg agg aag aga age ate gag gaa get gtc ccc get gtc tgc 1126 
Pro I le Arg Arg Lys Arg Ser Me Glu Glu Ala Val Pro Ala Val Cys 
85 90 95 
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aag acc agg acg gtc att tac gag att cct egg agt cag gtc gac ccc 1174 
Lys Thr Arg Thr Val lie Tyr Glu Me Pro Arg Ser Gin Val Asp Pro 
100 105 110 

acg tec gec aac ttc ctg ate tgg ccc ccg tgc gtg gag gtg aaa cgc 1222 
Thr Ser Ala Asn Phe Leu lie Trp Pro Pro Cys Val Glu Val Lys Arg 
115 120 125 

tgc acc ggc tgc tgc aac acg age agt gtc aag tgc cag ccc tec cgc 1270 
Cys Thr Gly Cys Cys Asn Thr Ser Ser Vai Lys Cys Gin Pro Ser Arg 
130 135 140 

gtc cac cac ego age gtc aag gtg gee aag gtg gaa tac gtc agg aag 1318 
Val His His Arg Ser Val Lys Val Ala Lys Val Glu Tyr Val Arg Lys 
145 150 155 160 

aag cca aaa tta aaa gaa gtc cag gtg agg tta gag gag cat ttg gag 1366 
Lys Pro Lys Leu Lys Glu Vai Gin Vai Arg Leu Glu Glu His Leu Glu 
165 170 175 

tgc gee tgc gcg acc aea age ctg aat ccg gat tat egg gaa gag gac 1414 
Cys Ala Cys Ala Thr Thr Ser Leu Asn Pro Asp Tyr Arg Giu Giu Asp 
180 185 190 

acg gga agg ect agg gag tea ggt aaa aaa egg aaa aga aaa agg tta 1462 
Thr Gly Arg Pro Arg Glu Ser Gly Lys Lys Arg Lys Arg Lys Arg Leu 
195 200 205 

aaa ccc acc taagatgtga ggtgaggatg agccgeagcc ctttcctggg 1511 
Lys Pro Thr 
210 

acatggatgt acatggcgtg ttacattcct gaacctacta tgtacggtgc tttattgeca 1571 

gtgtgcggtc tttgttctee tccgtgaaaa actgtgtccg agaacactcg ggagaacaaa 1631 

gagacagtgc aeatttgttt aatgtgacat caaagcaagt attgtagcac teggtgaage 1691 

agtaagaagc ttccttgtca aaaagagaga gagagagaga gagagagaaa aeaaaaecac 1751 
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aaatgacaaa aacaaaacgg actcacaaaa atatctaaac tcgatgagat ggagggtcgc 1811 

cccgtgggat ggaagtgcag aggtctcagc agactggatt tctgtccggg tggtcacagg 1871 

tgcttttttg ccgaggatgc agagcctgct ttgggaacga otccagaggg gtgctggtgg 1931 

gctctgcagg gcccgcagga agcaggaatg tcttggaaac cgccacgcga actttagaaa 1991 

ccacacctcc tcgctgtagt atttaagccc atacagaaac cttcctgaga gccttaagtg 2051 

gttttttttt ttgtttttgt tttgtttttt ttttttttgt tttttttttt tttttttttt 2111 

tttacaccat aaagtgatta ttaagcttcc ttttactctt tggctagctt tttttttttt 2171 

tttttttttt ttttttttta attatctctt ggatgacatt tacaccgata acacacaggc 2231 

tgctgtaact gtcaggacag tgcgacggta tttttcctag caagatgcaa actaatgaga 2291 

tgtattaaaa taaacatggt atacctacct atgcatcatt tcctaaatgt ttctggcttt 2351 

gtgtttctcc cttaccctgc tttatttgtt aatttaagcc attttgaaag aactatgcgt 2411 

caacoaatcg tacgccgtcc ctgcggoacc tgccccagag cccgtttgtg gctgagtgac 2471 

aacttgttcc ccgcagtgca cacctagaat gctgtgttcc cacgcggcac gtgagatgca 2531 

ttgccgcttc tgtotgtgtt gttggtgtgc cctggtgccg tggtggcggt cactccctct 2591 

gotgccagtg tttggacaga acccaaattc tttatttttg gtaagatatt gtgctttacc 2651 

tgtattaaca gaaatgtgtg tgtgtggttt gtttttttgt aaaggtgaag tttgtatgtt 2711 

taoctaatat tacctgtttt gtataoctga gagcctgcta tgttcttctt ttgttgatcc 2771 

aaaattaaaa aaaaaatacc acGaao 2797 



<210> 
<211> 



2 

211 
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<212> PRT 

<213> Hcmio sapiens 

<400> 2 

Met Arg Thr Leu Ala Cys Leu Leu Leu Leu Gly Cys Giy Tyr Leu Ala 
15 10 15 

His Val Leu Ala Giu Glu Ala Glu lie Pro Arg Glu Val lie Glu Arg 
20 25 30 

Leu Ala Arg Ser Gin lie His Ser lie Arg Asp Leu Gin Arg Leu Leu 
35 40 45 

Glu lie Asp Ser Val Gly Ser Glu Asp Ser Leu Asp Thr Ser Leu Arg 
50 55 60 

Ala His Gly Val His Ala Thr Lys His Val Pro Glu Lys Arg Pro Leu 
65 70 75 80 

Pro Me Arg Arg Lys Arg Ser Me Giu Glu Ala Val Pro Ala Va! Cys 
85 90 95 

Lys Thr Arg Thr Val Me Tyr Glu Me Pro Arg Ser Gin Val Asp Pro 
100 105 110 

Thr Ser Ala Asn Phe Leu Me Trp Pro Pro Cys Val Glu Val Lys Arg 
115 120 125 

Cys Thr Gly Cys Cys Asn Thr Ser Ser Val Lys Cys Gin Pro Ser Arg 
130 135 140 

Val His His Arg Ser Val Lys Val Ala Lys Val Glu Tyr Val Arg Lys 
145 150 155 160 

Lys Pro Lys Leu Lys Glu Val Gin Val Arg Leu Glu Glu His Leu Glu 
165 170 175 

Cys Ala Cys Ala Thr Thr Ser Leu Asn Pro Asp Tyr Arg Glu Glu Asp 
180 185 190 
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Thr Gly Arg Pro Arg Giu Ser Giy Lys Lys Arg Lys Arg Lys Arg Leu 
195 200 205 

Lys Pro Thr 
210 



<210> 3 

<211> 2740 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (839),, (1426) 

<223> 

<400> 3 

acgcgcgccc tgcggagccc gcccaactcc ggcgagccgg gcotgcgcct actcctcctc 60 

ctcctctccc ggcggcggot gcggcggagg cgccgactcg gccttgcgcc cgccctcagg 120 

occgcgcggg cggcgoagcg aggccccggg cggcgggtgg tggctgccag gcggctcggc 180 

cgcgggcgct gcccggcccc ggcgagcgga gggcggagcg cggcgccgga gccgagggcg 240 

cgccgcggag ggggtgctgg gccgcgctgt gcccggccgg gcggcggctg caagaggagg 300 

ccggaggcga gcgcggggcc ggcggtgggc gcgcagggcg gctcgcagct cgcagccggg 360 

gccgggccag gcgttcaggc aggtgatcgg tgtggcggcg gcggcggcgg cggccccaga 420 

ctccctccgg agttcttctt ggggctgatg tccgcaaata tgcagaatta ccggccgggt 480 

cgctcctgaa gccagcgcgg ggagcgagcg cggcggcggc cagcaccggg aacgcaocga 540 

ggaagaagcc cagcccccgc cctccgcccc ttccgtcccc accccctacc cggcggooca 600 

ggaggctcoc cggctgcggc gcgcactccc tgtttctcct cctcctggot ggcgctgcct 660 
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gcctctccgc actcactgct cgccgggcgc cgtccgccag ctccgtgctc cccgcgccac 720 

cctcctccgg gcogcgctcc ctaagggatg gtactgaatt tcgccgccac aggagaccgg 780 

ctggagcgcc cgccccgcgc ctcgcctctc ctccgagoag ccagcgcctc gggacgcg 838 

atg agg acc ttg get tgc ctg ctg etc etc ggc tgc gga tac etc gec 886 
Met Arg Thr Leu Ala Cys Leu Leu Leu Leu 61 y Cys Gly Tyr Leu Ala 
15 10 15 

cat gtt ctg gec gag gaa gec gag ate ccc ego gag gtg ate gag agg 934 
His Val Leu A!a Glu Glu Ala Glu Me Pro Arg Glu Va! lie Glu Arg 
20 25 30 

ctg gec cgc agt cag ate cac age ate egg gac etc cag cga etc ctg 982 
Leu Ala Arg Ser Gin He His Ser ! le Arg Asp Leu Gin Arg Leu Leu 
35 40 45 

gag ata gac tec gta ggg agt gag gat tct ttg gac acc age ctg aga 1030 
Glu Me Asp Ser Va! Giy Ser Glu Asp Ser Leu Asp Thr Ser Leu Arg 
50 55 60 

get cac ggg gtc cac gec act aag cat gtg ecc gag aag egg eee ctg 1078 
Ala His Gly Val His Ala Thr Lys His Val Pro G!u Lys Arg Pro Leu 
65 70 75 80 

ccc att egg agg aag aga age ate gag gaa get gtc ccc get gtc tgc 1126 
Pro Me Arg Arg Lys Arg Ser i le Glu Glu Aia Va! Pro Ala Val Cys 
85 90 95 

aag acc agg acg gtc att tac gag att cct egg agt cag gtc gac ccc 1174 
Lys Thr Arg Thr Val lie Tyr Glu Me Pro Arg Ser Gin Va! Asp Pro 
100 105 110 

acg tec gee aae ttc ctg ate tgg ccc ccg tgc gtg gag gtg aaa cgc 1222 
Thr Ser Ala Asn Phe Leu Me Trp Pro Pro Cys Val Glu Val Lys Arg 
115 120 125 

tgc acc ggc tgc tgc aac acg age agt gtc aag tgc cag ccc tec cgc 1270 
Cys Thr Gly Cys Cys Asn Thr Ser Ser Val Lys Cys Gin Pro Ser Arg 
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130 135 140 

gtc cac cac cgc age gtc aag gtg gec aag gtg gaa tac gtc agg aag 1318 
Vai His His Arg Ser Vai Lys Va! Ala Lys Val Glu Tyr Val Arg Lys 
145 150 155 160 

aag cca aaa tta aaa gaa gtc cag gtg agg tta gag gag cat ttg gag 1366 
Lys Pro Lys Leu Lys Glu Val Gin Vai Arg Leu Glu Glu His Leu Giu 
165 170 175 

tgc gec tgc gcg acc aca age ctg aat cog gat tat egg gaa gag gac 1414 
Cys Ala Cys Ala Thr Thr Ser Leu Asn Pro Asp Tyr Arg Glu Glu Asp 
180 185 190 

acg gat gtg agg tgaggatgag ccgcagccct ttcctgggac atggatgtac 1466 
Thr Asp Val Arg 
195 

atggcgtgtt acattcctga acctactatg tacggtgctt tattgecagt gtgeggtett 1526 

tgttctcctc cgtgaaaaac tgtgtccgag aacacteggg agaacaaaga gaeagtgeae 1586 

atttgtttaa tgtgacatca aagcaagtat tgtagcactc ggtgaagcag taagaagctt 1646 

ccttgtoaaa aagagagaga gagagagaga gagagaaaac aaaaccacaa atgacaaaaa 1706 

caaaaeggae tcacaaaaat atctaaactc gatgagatgg agggtcgccc cgtgggatgg 1766 

aagtgcagag gtctcagcag actggatttc tgtccgggtg gtcacaggtg ettttttgee 1826 

gaggatgeag agectgettt gggaacgact ccagaggggt gctggtgggc tetgeaggge 1886 

ccgcaggaag caggaatgtc ttggaaaccg ccacgcgaac tttagaaacc acacctcctc 1946 

gctgtagtat ttaageccat acagaaacct tcctgagagc cttaagtggt tttttttttt 2006 

gtttttgttt tgtttttttt ttttttgttt tttttttttt tttttttttt tacaccataa 2066 

agtgattatt aagcttcctt ttactctttg gctagctttt tttttttttt tttttttttt 2126 
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tttttttaat tatctcttgg atgacattta caccgataac acacaggctg ctgtaactgt 2186 

caggacagtg cgacggtatt tttcctagca agatgcaaac 'taatgagatg tattaaaata 2246 

aacatggtat acctacctat gcatcatttc ctaaatgttt ctggctttgt gtttctccct 2306 

taccctgctt tatttgttaa tttaagccat tttgaaagaa ctatgcgtca accaatcgta 2366 

cgocgtccct gcggcacctg ccccagagcc cgtttgtggc tgagtgacaa cttgttcccc 2426 

gcagtgcaca cctagaatgc tgtgttccca cgcggcacgt gagatgcatt gccgcttctg 2486 

tctgtgttgt tggtgtgccc tggtgccgtg gtggcggtca ctccctctgc tgccagtgtt 2546 

tggacagaac ccaaattctt tatttttggt aagatattgt gctttacctg tattaacaga 2606 

aatgtgtgtg tgtggtttgt ttttttgtaa aggtgaagtt tgtatgttta cctaatatta 2666 

cctgttttgt atacctgaga gcctgctatg ttcttctttt gttgatccaa aattaaaaaa 2726 

aaaataccac caac 2740 

<210> 4 

<211> 196 

<212> PRT 

<213> Homo sapiens 

<400> 4 

Met Arg Thr Leu Ala Cys Leu Leu Leu Leu Gly Cys Gly Tyr Leu Ala 
15 10 15 

His Val Leu Ala Glu GIu Ala Glu Me Pro Arg Glu Val Me Glu Arg 
20 25 30 

Leu Ala Arg Ser Gin He His Ser ! le Arg Asp Leu Gin Arg Leu Leu 
35 40 45 



Glu Me Asp Ser Val Gly Ser Glu Asp Ser Leu Asp Thr Ser Leu Arg 
50 55 60 
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Ala His Gly Val His Ala Thr Lys His Val Pro Qlu Lys Arg Pro Leu 
65 70 75 80 

Pro lie Arg Arg Lys Arg Ser Me Glu Glu Ala Val Pro Ala Vaf Cys 
85 90 95 

Lys Thr Arg Thr Val lie Tyr Glu He Pro Arg Ser Gin Val Asp Pro 
100 105 110 

Thr Ser Ala Asn Phe Leu lie Trp Pro Pro Cys Val Glu Val Lys Arg 
115 120 125 

Cys Thr Gly Cys Cys Asn Thr Ser Ser Val Lys Cys Gin Pro Ser Arg 
130 135 140 

Vai His His Arg Ser Val Lys Val Ala Lys Val Glu Tyr Vai Arg Lys 
145 150 155 160 

Lys Pro Lys Leu Lys Glu Val Gin Val Arg Leu Glu Glu His Leu Glu 
165 170 175 

Cys Ala Cys Aia Thr Thr Ser Leu Asn Pro Asp Tyr Arg Glu Glu Asp 
180 185 190 

Thr Asp Val Arg 
195 



<210> 5 

<211> 6633 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (395). . (3661) 

<223> 



<400> 



5 
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ttctccccgc cccccagttg ttgtcgaagt ctgggggttg ggactggacc ccctgattgc 60 

gtaagagcaa aaagcgaagg cgcaatctgg acactgggag attcggagcg cagggagttt 120 

gagagaaact tttattttga agagaccaag gttgaggggg ggcttatttc ctgacagcta 180 

tttacttaga gcaaatgatt agttttagaa ggatggacta taacattgaa tcaattacaa 240 

aacgcggttt ttgagcccat tactgttgga gctacaggga gagaaacagg aggagactgc 300 

aagagatcat ttgggaaggc cgtgggcacg ctctttactc catgtgtggg acattcattg 360 

cggaataaca tcggaggaga agtttcccag agct atg ggg act tec cat ccg gcg 415 

Met Gly Thr Ser His Pro Ala 
1 5 

ttc ctg gtc tta ggc tgt ctt etc aca ggg ctg age eta ate etc tgc 463 
Phe Leu Val Leu Gly Cys Leu Leu Thr Gly Leu Ser Leu l te Leu Cys 
10 15 20 

cag ctt tea tta ccc tct ate ctt cca aat gaa aat gaa aag gtt gtg 511 
Gin Leu Ser Leu Pro Ser lie Leu Pro Asn Glu Asn Giu Lys Val Val 
25 30 35 

cag ctg aat tea tec ttt tct ctg aga tgc ttt ggg gag agt gaa gtg 559 
Gin Leu Asn Ser Ser Phe Ser Leu Arg Cys Phe Gly Glu Ser Glu Val 
40 45 50 55 

age tgg cag tao ccc atg tct gaa gaa gag age tec gat gtg gaa ate 607 
Ser Trp Gin Tyr Pro Met Ser Glu Gl u Glu Ser Ser Asp Val Glu lie 
60 65 70 

aga aat gaa gaa aac aac age ggc ctt ttt gtg acg gtc ttg gaa gtg 655 
Arg Asn Glu Glu Asn Asn Ser Gly Leu Phe Val Thr Val Leu Glu Val 
75 80 85 

age agt gee teg gcg gee cac aca ggg ttg tae act tgc tat tac aac 703 
Ser Ser Ala Ser Ala Ala His Thr Gly Leu Tyr Thr Cys Tyr Tyr Asn 
90 95 100 
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cac act cag aca gaa gag aat gag ctt gaa ggc agg cac att tac ate 751 
His Thr Gin Thr Glu G!u Asn Giu Leu Glu Gly Arg His He Tyr lie 
105 110 115 

tat gtg cca gac cca gat gta gec ttt gta cct eta gga atg acg gat 799 
Tyr Val Pro Asp Pro Asp Val Ala Phe Val Pro Leu Gly Met Thr Asp 
120 125 130 135 

tat tta gto ate gtg gag gat gat gat tct gee att ata cct tgt cgc 847 
Tyr Leu Val lie Va I Glu Asp Asp Asp Ser Ala Me I ie Pro Cys Arg 
140 145 150 

aca act gat ccc gag act cct gta ace tta cac aac agt gag ggg gtg 895 
Thr Thr Asp Pro Glu Thr Pro Val Thr Leu His Asn Ser Glu Gly Val 
155 160 165 

gta cct gee tec tac gac age aga cag ggc ttt aat ggg acc ttc act 943 
Val Pro Ala Ser Tyr Asp Ser Arg Gin Gly Phe Asn Gly Thr Phe Thr 
170 175 180 

gta ggg ccc tat ate tgt gag gee acc gtc aaa gga aag aag ttc cag 991 
Val Gly Pro Tyr I le Cys Glu Ala Thr Val Lys Gly Lys Lys Phe Gin 
185 190 195 

acc ate cca ttt aat gtt tat get tta aaa gca aca tea gag ctg gat 1039 
Thr lie Pro Phe Asn Val Tyr Aia Leu Lys Ala Thr Ser Glu Leu Asp 
200 205 210 215 

eta gaa atg gaa get ctt aaa acc gtg tat aag tea ggg gaa acg att 1087 
Leu Glu Met Glu Ala Leu Lys Thr Val Tyr Lys Ser Gly Glu Thr Me 
220 225 230 

gtg gtc acc tgt get gtt ttt aac aat gag gtg gtt gac ctt caa tgg 1135 
Val Val Thr Cys Ala Val Phe Asn Asn Glu Val Val Asp Leu Gin Trp 
235 240 245 

act tac cct gga gaa gtg aaa ggc aaa ggc ate aoa atg ctg gaa gaa 1183 
Thr Tyr Pro Gly Glu Val Lys Gly Lys Gly I le Thr Met Leu Glu Glu 
250 255 260 
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ate aaa gtc cca tec ate aaa ttg gtg tac act ttg acg gtc ccc gag 1231 
lie Lys Val Pro Ser He Lys Leu Val Tyr Thr Leu Thr Val Pro Glu 
265 270 275 

gee acg gtg aaa gac agt gga gat tac gaa tgt get gee cgc cag get 1279 
Ala Thr Val Lys Asp Ser Gly Asp Tyr Glu Cys Ala Ala Arg G!n Ala 
280 285 290 295 

acc agg gag gtc aaa gaa atg aag aaa gtc act att tct gtc cat gag 1327 
Thr Arg Glu Val Lys G!u Met Lys Lys Val Thr He Ser Val His Glu 
300 305 310 

aaa ggt ttc att gaa ate aaa ccc acc ttc age cag ttg gaa get gtc 1375 
Lys Gly Phe lie Glu lie Lys Pro Thr Phe Ser Gin Leu Glu Ala Val 
315 320 325 

aac ctg cat gaa gtc aaa cat ttt gtt gta gag gtg egg gee tac cca 1423 
Asn Leu His Glu Val Lys His Phe Val Val Glu Val Arg Ala Tyr Pro 
330 335 340 

cct ccc agg ata tec tgg ctg aaa aac aat ctg act ctg att gaa aat 1471 
Pro Pro Arg I le Ser Trp Leu Lys Asn Asn Leu Thr Leu Me Glu Asn 
345 350 355 

etc act gag ate acc act gat gtg gaa aag att cag gaa ata agg tat 1519 
Leu Thr Glu I le Thr Thr Asp Val Glu Lys lie Gin Glu lie Arg Tyr 
360 365 370 375 

cga age aaa tta aag ctg ate cgt get aag gaa gaa gac agt ggc cat 1567 
Arg Ser Lys Leu Lys Leu lie Arg Ala Lys Glu Glu Asp Ser Giy His 
380 385 390 

tat act att gta get caa aat gaa gat get gtg aag age tat act ttt 1615 
Tyr Thr lie Val Ala Gin Asn Glu Asp Ala Val Lys Ser Tyr Thr Phe 
395 400 405 

gaa ctg tta act caa gtt cct tea tec att ctg gac ttg gtc gat gat 1663 
Glu Leu Leu Thr Gin Val Pro Ser Ser lie Leu Asp Leu Val Asp Asp 
410 415 420 
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cac cat ggc tea act ggg gga cag acg gtg agg tgc aca get gaa ggc 1711 
His His Gly Ser Thr Gly Gly Gin Thr Val Arg Cys Thr Aia Glu Giy 
425 430 435 

acg ccg ctt cct gat att gag tgg atg ata tgc aaa gat att aag aaa 1759 
Thr Pro Leu Pro Asp lie Glu Trp Met (ie Cys Lys Asp lie Lys Lys 
440 445 450 455 

tgt aat aat gaa act tec tgg act att ttg gee aac aat gtc tea aac 1807 
Cys Asn Asn Glu Thr Ser Trp Thr lie Leu Ala Asn Asn Val Ser Asn 
460 465 470 

ate ate acg gag ate cac tec cga gae agg agt acc gtg gag ggc cgt 1855 
lie Me Thr Glu lie His Ser Arg Asp Arg Ser Thr Val Glu Gly Arg 
475 480 485 

gtg act ttc gee aaa gtg gag gag acc ate gec gtg cga tgc ctg get 1903 
Val Thr Phe Ala Lys Val Glu Glu Thr lie Ala Val Arg Cys Leu Ala 
490 495 500 

aag aat etc ctt gga get gag aac cga gag ctg aag ctg gtg get ccc 1951 
Lys Asn Leu Leu Gly Ala Glu Asn Arg Glu Leu Lys Leu Val Ala Pro 
505 510 515 

acc ctg cgt tct gaa etc acg gtg get get gca gtc ctg gtg ctg ttg 1999 
Thr Leu Arg Ser Glu Leu Thr Val Ala Ala Ala Val Leu Val Leu Leu 
520 525 530 535 

gtg att gtg ate ate tea ctt att gtc ctg gtt gtc att tgg aaa cag 2047 
Val lie Val lie lie Ser Leu Me Val Leu Val Val Me Trp Lys Gin 
540 545 550 

aaa ecg agg tat gaa att cgc tgg agg gtc att gaa tea ate age ccg 2095 
Lys Pro Arg Tyr Glu I I e Arg Trp Arg Va I lie Glu Ser Me Ser Pro 
555 560 565 

gat gga cat gaa tat att tat gtg gac ccg atg cag ctg cct tat gac 2143 
Asp Gly His Glu Tyr Me Tyr Val Asp Pro Met Gin Leu Pro Tyr Asp 
570 575 580 
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tea aga tgg gag ttt cca aga gat gga eta gtg ctt ggt egg gtc ttg 2191 
Ser Arg Trp GIu Phe Pro Arg Asp Gly Leu Val Leu Gly Arg Val Leu 
585 590 595 

ggg tct gga gcg ttt ggg aag gtg gtt gaa gga aca gee tat gga tta 2239 
Gly Ser Giy Ala Phe Gly Lys Va! Val GIu Gly Thr Ala Tyr Gly Leu 
600 605 610 615 

age egg tec caa cct gtc atg aaa gtt gca gtg aag atg eta aaa ccc 2287 
Ser Arg Ser Gin Pro Val Met Lys Val Ala Val Lys Met Leu Lys Pro 
620 625 630 

acg gee aga tec agt gaa aaa caa get etc atg tot gaa ctg aag ata 2335 
Thr Ala Arg Ser Ser GIu Lys Gin Ala Leu Met Ser GIu Leu Lys lie 
635 640 645 

atg act cac ctg ggg cca cat ttg aac att gta aac ttg ctg gga gec 2383 
Met Thr His Leu Gly Pro His Leu Asn Me Val Asn Leu Leu Gly Ala 
650 655 660 

tgc acc aag tea ggc ecc att tac ate ate aca gag tat tgc ttc tat 2431 
Cys Thr Lys Ser Gly Pro I le Tyr lie lie Thr GIu Tyr Cys Phe Tyr 
665 670 675 

gga gat ttg gtc aac tat ttg cat aag aat agg gat age ttc ctg age 2479 
Gly Asp Leu Val Asn Tyr Leu His Lys Asn Arg Asp Ser Phe Leu Ser 
680 685 690 695 

cac cac cca gag aag cca aag aaa gag ctg gat ate ttt gga ttg aac 2527 
His His Pro GIu Lys Pro Lys Lys GIu Leu Asp We Phe Gly Leu Asn 
700 705 710 

cct get gat gaa age aca egg age tat gtt att tta tct ttt gaa aac 2575 
Pro Ala Asp GIu Ser Thr Arg Ser Tyr Val lie Leu Ser Phe GIu Asn 
715 720 725 

aat ggt gac tac atg gac atg aag cag get gat act aca cag tat gtc 2623 
Asn Gly Asp Tyr Met Asp Met Lys Gin Ala Asp Thr Thr Gin Tyr Val 
730 735 740 
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ccc atg eta gaa agg aaa gag gtt tct aaa tat tec gac ate cag aga 2671 
Pro Met Leu Glu Arg Lys Glu Va! Ser Lys Tyr Ser Asp lie Gin Arg 
745 750 755 

tea etc tat gat cgt cca gec tea tat aag aag aaa tct atg tta gac 2719 
Ser Leu Tyr Asp Arg Pro Ala Ser Tyr Lys Lys Lys Ser Met Leu Asp 
760 765 770 775 

tea gaa gtc aaa aac etc ctt tea gat gat aac tea gaa ggc ctt act 2767 
Ser Glu Val Lys Asn Leu Leu Ser Asp Asp Asn Ser Glu Gly Leu Thr 
780 785 790 

tta ttg gat ttg ttg age tte acc tat caa gtt gee cga gga atg gag 2815 
Leu Leu Asp Leu Leu Ser Phe Thr Tyr Gin Vai Ala Arg Gly Met Glu 
795 800 805 

ttt ttg get tea aaa aat tgt gtc cac cgt gat ctg get get cgc aac 2863 
Phe Leu Ala Ser Lys Asn Cys Val His Arg Asp Leu Ala Ala Arg Asn 
810 815 820 

gtc etc ctg gca caa gga aaa att gtg aag ate tgt gac ttt ggc ctg 2911 
Va! Leu Leu Ala Gin Gly Lys Me Val Lys Me Cys Asp Phe Giy Leu 
825 830 835 

gec aga gac ate atg cat gat teg aac tat gtg teg aaa ggc agt acc 2959 
Aia Arg Asp I le Met His Asp Ser Asn Tyr Val Ser Lys Gly Ser Thr 
840 845 850 855 

ttt ctg ccc gtg aag tgg atg get cct gag age ate ttt gac aac etc 3007 
Phe Leu Pro Val Lys Trp Met Ala Pro Glu Ser lie Phe Asp Asn Leu 
860 865 870 

tac acc aca ctg agt gat gtc tgg tct tat ggc att ctg etc tgg gag 3055 
Tyr Thr Thr Leu Ser Asp Val Trp Ser Tyr Gly I le Leu Leu Trp Glu 
875 880 885 

ate ttt tec ctt ggt ggc acc cct tac ccc ggc atg atg gtg gat tct 3103 
lie Phe Ser Leu Gly Gly Thr Pro Tyr Pro Gly Met Met Val Asp Ser 
890 895 900 
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act ttc tac aat aag ate aag agt ggg tac egg atg gec aag cot gac 3151 
Thr Phe Tyr Asn Lys lie Lys Ser Giy Tyr Arg Met Ala Lys Pro Asp 
905 910 915 

cac get ace agt gaa gtc tac gag ate atg gtg aaa tge tgg aac agt 3199 
His Ala Thr Ser Glu Val Tyr Glu I ie Met Va! Lys Cys Trp Asn Ser 
920 925 930 935 

gag ccg gag aag aga ccc tec ttt tac cac ctg agt gag att gtg gag 3247 
Giu Pro Glu Lys Arg Pro Ser Phe Tyr His Leu Ser Glu lie Val Glu 
940 945 950 

aat ctg ctg cct gga caa tat aaa aag agt tat gaa aaa att cac ctg 3295 
Asn Leu Leu Pro Gly Gin Tyr Lys Lys Ser Tyr Glu Lys Me His Leu 
955 960 965 

gac ttc ctg aag agt gac cat cct get gtg gca cgc atg cgt gtg gac 3343 
Asp Phe Leu Lys Ser Asp His Pro Ala Val Ala Arg Met Arg Val Asp 
970 975 980 

tea gac aat gca tac att ggt gtc acc tac aaa aac gag gaa gac aag 3391 
Ser Asp Asn Ala Tyr I le Gly Val Thr Tyr Lys Asn Glu Glu Asp Lys 
985 990 995 

ctg aag gac tgg gag ggt ggt ctg gat gag cag aga ctg age get 3436 
Leu Lys Asp Trp Glu Gly Gly Leu Asp Glu Gin Arg Leu Ser Ala 
1000 1005 1010 

gac agt ggc tac ate att cct ctg cct gac att gac cct gtc cct 3481 
Asp Ser G I y Tyr lie Me Pro Leu Pro Asp I I e Asp Pro Va I Pro 
1015 1020 1025 

gag gag gag gac ctg ggc aag agg aac aga cac age teg cag acc 3526 
Glu Glu Glu Asp Leu Gly Lys Arg Asn Arg His Ser Ser Gin Thr 
1030 1035 1040 

tct gaa gag agt gee att gag acg ggt tec age agt tec acc ttc 3571 
Ser Glu Glu Ser Ala Me Giu Thr Gly Ser Ser Ser Ser Thr Phe 
1045 1050 1055 
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ate aag aga gag gac gag acc att gaa gac ate gac atg atg gao 3616 
I I e Lys Arg G I u Asp 6 1 u Thr Me 6 1 u Asp I I e Asp Met Met Asp 
1060 1065 1070 

gac ate ggc ata gac tct tea gac ctg gtg gaa gac age ttc ctg 3661 
Asp Me Gfy Me Asp Ser Ser Asp Leu Val Glu Asp Ser Phe Leu 
1075 1080 1085 

taactggcgg attcgagggg ttccttccac ttctggggcc acctctggat cccgttcaga 3721 

aaaccacttt attgeaatge ggaggttgag aggaggaett ggttgatgtt taaagagaag 3781 

ttcccagcca agggectegg ggagcgttct aaatatgaat gaatgggata ttttgaaatg 3841 

aactttgtca gtgttgcctc tcgcaatgcc tcagtagcat ctcagtggtg tgtgaagttt 3901 

ggagatagat ggataaggga ataataggee acagaaggtg aaetttgtgc ttcaaggaca 3961 

ttggtgagag tccaacagac acaatttata ctgegacaga acttcagcat tgtaattatg 4021 

taaataactc taaccaaggc tgtgtttaga ttgtattaac tatcttcttt ggacttctga 4081 

agagaccact caatccatcc atgtacttcc ctcttgaaac ctgatgtcag ctgctgttga 4141 

actttttaaa gaagtgcatg aaaaaccatt tttgaacctt aaaaggtact ggtactatag 4201 

cattttgeta tcttttttag tgttaagaga taaagaataa taattaacca accttgttta 4261 

atagatttgg gtcatttaga agectgacaa ctcattttca tattgtaatc tatgtttata 4321 

atactactac tgttatcagt aatgctaaat gtgtaataat gtaacatgat ttccctccag 4381 

agaaagcaca atttaaaaca atccttaota agtaggtgat gagtttgaca gtttttgaca 4441 

tttatattaa ataacatgtt tctctataaa gtatggtaat agctttagtg aattaaattt 4501 

agttgagcat agagaacaaa gtaaaagtag tgttgtccag gaagtcagaa tttttaactg 4561 

tactgaatag gttceccaat ecategtatt aaaaaacaat taactgccct ctgaaataat 4621 
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gggattagaa acaaacaaaa ctcttaagtc ctaaaagttc tcaatgtaga ggcataaacc 4681 

tgtgctgaac ataacttctc atgtatatta cccaatggaa aatataatga tcagcaaaaa 4741 

gactggattt gcagaagttt tttttttttt tcttcatgcc tgatgaaagc tttggcaacc 4801 

ccaatatatg tattttttga atctatgaac ctgaaaaggg tcagaaggat gcccagacat 4861 

cagcctcctt ctttcaccoc ttaccocaaa gagaaagagt ttgaaactcg agaccataaa 4921 

gatattcttt agtggaggct ggatgtgcat tagcctggat cctcagttct caaatgtgtg 4981 

tggcagccag gatgactaga tcctgggttt ccatccttga gattctgaag tatgaagtct 5041 

gagggaaaco agagtctgta tttttctaaa ctccctggct gttctgatcg gccagttttc 5101 

ggaaacactg acttaggttt caggaagttg ccatgggaaa caaataattt gaactttgga 5161 

acagggttgg aattcaacca cgcaggaagc ctactattta aatccttggc ttcaggttag 5221 

tgaoatttaa tgccatctag ctagcaattg cgaccttaat ttaactttcc agtcttagct 5281 

gaggctgaga aagctaaagt ttggttttga caggttttcc aaaagtaaag atgctacttc 5341 

ccactgtatg ggggagattg aactttcccc gtctoccgtc ttctgcctcc cactccatac 5401 

cccgccaagg aaaggcatgt acaaaaatta tgcaattcag tgttccaagt ctctgtgtaa 5461 

ccagctcagt gttttggtgg aaaaaacatt ttaagtttta ctgataattt gaggttagat 5521 

gggaggatga attgtcacat otatccacac tgtcaaacag gttggtgtgg gttcattggc 5581 

attctttgca atactgctta attgctgata ccatatgaat gaaacatggg ctgtgattac 5641 

tgcaatcact gtgctatogg cagatgatgc tttggaagat gcagaagcaa taataaagta 5701 

cttgactacc taotggtgta atctcaatgc aagccccaac tttcttatcc aactttttca 5761 

tagtaagtgc gaagactgag ccagattggc caattaaaaa cgaaaacctg actaggttct 5821 
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gtagagccaa ttagacttga aatacgtttg tgtttctaga atcacagctc aagcattctg 5881 

tttatcgctc actctccctt gtacagcctt attttgttgg tgctttgcat tttgatattg 5941 

ctgtgagcct tgcatgacat catgaggccg gatgaaactt ctcagtccag cagtttccag 6001 

tcctaacaaa tgctcccacc tgaatttgta tatgactgca tttgtgggtg tgtgtgtgtt 6061 

ttcagcaaat tccagatttg tttccttttg gcctcctgca aagtctccag aagaaaattt 6121 

gccaatcttt cctactttct atttttatga tgacaatcaa agccggcctg agaaacacta 6181 

tttgtgactt tttaaacgat tagtgatgtc cttaaaatgt ggtctgccaa tctgtacaaa 6241 

atggtcctat ttttgtgaag agggacataa gataaaatga tgttatacat caatatgtat 6301 

atatgtattt ctatatagac ttggagaata ctgccaaaac atttatgaGa agctgtatca 6361 

ctgccttcgt ttatattttt ttaactgtga taatccccac aggcacatta actgttgcac 6421 

ttttgaatgt ccaaaattta tattttagaa ataataaaaa gaaagatact tacatgttcc 6481 

caaaacaatg gtgtggtgaa tgtgtgagaa aaactaactt gatagggtct accaatacaa 6541 

aatgtattac gaatgcccct gttcatgttt ttgttttaaa acgtgtaaat gaagatcttt 6601 

atatttcaat aaatgatata taatttaaag tt 6633 

<210> 6 

<211> 1089 

<212> PRT 

<213> Homo sapiens 

<400> 6 

Met Gly Thr Ser His Pro Ala Phe Leu Va! Leu Giy Cys Leu Leu Thr 
15 10 15 

Gly Leu Ser Leu Me Leu Cys Gin Leu Ser Leu Pro Ser lie Leu Pro 
20 25 30 
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Asn Glu Asn Glu Lys Vaf Val Sin Leu Asn Ser Ser Phe Ser Leu Arg 
35 40 45 

Cys Phe Gly Giu Ser Gtu Val Ser Trp Gin Tyr Pro Met Ser Glu Glu 
50 55 60 

Glu Ser Ser Asp Vai Glu lie Arg Asn Glu Glu Asn Asn Ser Gly Leu 
65 70 75 80 

Phe Val Thr Val Leu Glu Val Ser Ser Ala Ser Ala Ala His Thr Gly 
85 90 95 

Leu Tyr Thr Gys Tyr Tyr Asn His Thr Gin Thr Glu Glu Asn Glu Leu 
100 105 110 

Glu Gly Arg His He Tyr Me Tyr Val Pro Asp Pro Asp Val Ala Phe 
115 120 125 

Val Pro Leu Gly Met Thr Asp Tyr Leu Val lie Val Glu Asp Asp Asp 
130 135 140 

Ser Ala Me Me Pro Cys Arg Thr Thr Asp Pro Glu Thr Pro Val Thr 
145 150 155 160 

Leu His Asn Ser Glu Gly Val Val Pro Ala Ser Tyr Asp Ser Arg Gin 
165 170 175 

Gly Phe Asn Gly Thr Phe Thr Val Gly Pro Tyr Me Cys Glu Ala Thr 
180 185 190 

Val Lys Gly Lys Lys Phe Gin Thr Me Pro Phe Asn Val Tyr Ala Leu 
195 200 205 



Lys Ala Thr Ser Glu Leu Asp Leu Glu Met Glu Ala Leu Lys Thr Val 
210 215 220 



Tyr Lys Ser Giy Glu Thr Me Val Val Thr Cys Ala Val Phe Asn Asn 
225 230 235 240 
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Giu Val Val Asp Leu Gin Trp Thr Tyr Pro Gly G!u Val Lys Gly Lys 
245 250 255 

Gly He Thr Met Leu Glu Giu lie Lys Val Pro Ser Me Lys Leu Val 
260 265 270 

Tyr Thr Leu Thr Val Pro Glu Ala Thr Val Lys Asp Ser Gly Asp Tyr 
275 280 285 

Glu Cys Ala Ala Arg Gin Ala Thr Arg Glu Val Lys Glu Met Lys Lys 
290 295 300 

Val Thr Me Ser Val His Glu Lys Gly Phe Me Glu Me Lys Pro Thr 
305 310 315 320 

Phe Ser Gin Leu Glu Ala Val Asn Leu His Glu Val Lys His Phe Val 
325 330 335 

Val Glu Val Arg Ala Tyr Pro Pro Pro Arg I le Ser Trp Leu Lys Asn 
340 345 350 

Asn Leu Thr Leu Me Glu Asn Leu Thr Glu Me Thr Thr Asp Val Glu 
355 360 365 

Lys Me Gin Glu lie Arg Tyr Arg Ser Lys Leu Lys Leu I le Arg Ala 
370 375 380 

Lys Glu Glu Asp Ser Gly His Tyr Thr lie Val Ala Gin Asn Glu Asp 
385 390 395 400 

Ala Val Lys Ser Tyr Thr Phe Glu Leu Leu Thr Gin Val Pro Ser Ser 
405 410 415 

Me Leu Asp Leu Val Asp Asp His His Gly Ser Thr Gly Gly Gin Thr 
420 425 430 

Val Arg Cys Thr Ala Glu Gly Thr Pro Leu Pro Asp Me Glu Trp Met 
435 440 445 



I le Cys Lys Asp I le Lys Lys Cys Asn Asn Glu Thr Ser Trp Thr I le 
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450 



455 



460 



Leu Ala Asn Asn Val Ser Asn lie Me Thr Glu Me His Ser Arg Asp 
465 470 475 480 

Arg Ser Thr Val Glu Gly Arg Val Thr Phe Ala Lys Val Glu Giu Thr 
485 490 495 

lie Ala Val Arg Cys Leu Ala Lys Asn Leu Leu Gly Ala Glu Asn Arg 
500 505 510 

Glu Leu Lys Leu Val Ala Pro Thr Leu Arg Ser Giu Leu Thr Val Ala 
515 520 525 

Ala Ala Val Leu Val Leu Leu Val Me Val Me Me Ser Leu Me Val 
530 535 540 

Leu Val Val Me Trp Lys Gin Lys Pro Arg Tyr Glu Me Arg Trp Arg 
545 550 555 560 

Val Me Glu Ser Me Ser Pro Asp Gly His Glu Tyr Me Tyr Val Asp 
565 570 575 

Pro Met Gin Leu Pro Tyr Asp Ser Arg Trp Glu Phe Pro Arg Asp Gly 
580 585 590 

Leu Val Leu Gly Arg Val Leu Gly Ser Gly Ala Phe Gly Lys Val Val 
595 600 605 

Glu Gly Thr Ala Tyr Gly Leu Ser Arg Ser Gin. Pro Val Met Lys Vai 
610 615 620 

Ala Val Lys Met Leu Lys Pro Thr Aia Arg Ser Ser Glu Lys Gin Ala 
625 630 635 640 



Leu Met Ser Giu Leu Lys Me Met Thr His Leu Gly Pro His Leu Asn 
645 650 655 



lie Val Asn Leu Leu Gly Ala Cys Thr Lys Ser Gly Pro Me Tyr Me 
660 665 670 
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Me Thr Giu Tyr Cys Phe Tyr Gly Asp Leu Val Asn Tyr Leu His Lys 
675 680 685 

Asn Arg Asp Ser Phe Leu Ser His His Pro Glu Lys Pro Lys Lys Glu 
690 695 700 

Leu Asp 1 1 e Phe G I y Leu Asn Pro A I a Asp G I u Ser Thr Arg Ser Tyr 
705 710 715 720 

Vai lie Leu Ser Phe Glu Asn Asn Gly Asp Tyr Met Asp Met Lys Gin 
725 730 735 

Ala Asp Thr Thr Gin Tyr Val Pro Met Leu Glu Arg Lys Glu Val Ser 
740 745 750 

Lys Tyr Ser Asp Me Gin Arg Ser Leu Tyr Asp Arg Pro Ala Ser Tyr 
755 760 765 

Lys Lys Lys Ser Met Leu Asp Ser Glu Val Lys Asn Leu Leu Ser Asp 
770 775 780 

Asp Asn Ser Glu Gly Leu Thr Leu Leu Asp Leu Leu Ser Phe Thr Tyr 
785 790 795 800 

Gin Val Ala Arg Gly Met Glu Phe Leu Ala Ser Lys Asn Cys Vai His 
805 810 815 

Arg Asp Leu Ala Ala Arg Asn Val Leu Leu Ala Gin Gly Lys Me Val 
820 825 830 

Lys Me Cys Asp Phe Gly Leu Ala Arg Asp Me Met His Asp Ser Asn 
835 840 845 



Tyr Val Ser Lys Gly Ser Thr Phe Leu Pro Val Lys Trp Met Ala Pro 
850 855 860 



Glu Ser I le Phe Asp Asn Leu Tyr Thr Thr Leu Ser Asp Vai Trp Ser 
865 870 875 880 
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Tyr Gly Me Leu Leu Trp 61 u lie Phe Ser Leu Gly Gly Thr Pro Tyr 
885 890 895 

Pro Gly Met Met Val Asp Ser Thr Phe Tyr Asn Lys He Lys Ser Gly 
900 905 910 

Tyr Arg Met Ala Lys Pro Asp His Ala Thr Ser Glu Val Tyr Glu lie 
915 920 925 

Met Val Lys Cys Trp Asn Ser Glu Pro Glu Lys Arg Pro Ser Phe Tyr 
930 935 940 

His Leu Ser Glu lie Val Glu Asn Leu Leu Pro Gly Gin Tyr Lys Lys 
945 950 955 960 

Ser Tyr Glu Lys lie His Leu Asp Phe Leu Lys Ser Asp His Pro Ala 
965 970 975 

Val Ala Arg Met Arg Val Asp Ser Asp Asn Ala Tyr lie Gly Val Thr 
980 985 990 

Tyr Lys Asn Glu Glu Asp Lys Leu Lys Asp Trp Glu Gly Gly Leu Asp 
995 1000 1005 

Glu Gin Arg Leu Ser Ala Asp Ser Gly Tyr Me Me Pro Leu Pro 
1010 1015 1020 

Asp Me Asp Pro Val Pro Glu Glu Glu Asp Leu Gly Lys Arg Asn 
1025 1030 1035 

Arg His Ser Ser Gin Thr Ser Glu Glu Ser Ala Me Glu Thr Gly 
1040 1045 1050 

Ser Ser Ser Ser Thr Phe Me Lys Arg Giu Asp Glu Thr Me Glu 
1055 1060 1065 



Asp Me Asp Met Met Asp Asp Me Gly Me Asp Ser Ser Asp Leu 
1070 1075 1080 



Vai Glu Asp Ser Phe Leu 
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1085 



<210> 7 

<211> 1596 

<212> DNA 

<213> Artificial 

<220> 

<223> a human soluble PDGFR-alpha cDNA 
<220> 

<221> CDS 

<222> (1)..(1596) 

<223> 

<400> 7 

atg ggg act tec cat ccg gcg ttc ctg gtc tta ggc tgt ctt etc aca 48 

Met Gly Thr Ser His Pro Ala Phe Leu Val Leu Gly Cys Leu Leu Thr 
15 10 15 

ggg ctg age eta ate etc tgc cag ctt tea tta ccc tct ate ctt cca 96 
Gly Leu Ser Leu lie Leu Cys Gin Leu Ser Leu Pro Ser Me Leu Pro 
20 25 30 

aat gaa aat gaa aag gtt gtg cag ctg aat tea tec ttt tct ctg aga 144 
Asn Glu Asn Glu Lys Val Val Gin Leu Asn Ser Ser Phe Ser Leu Arg 
35 40 45 

tgc ttt ggg gag agt gaa gtg age tgg cag tac ccc atg tct gaa gaa 192 
Cys Phe Gly Glu Ser Glu Val Ser Trp Gin Tyr Pro Met Ser Glu Glu 
50 55 60 

gag age tec gat gtg gaa ate aga aat gaa gaa aac aac age ggc ctt 240 
Giu Ser Ser Asp Val Glu Me Arg Asn Glu Glu Asn Asn Ser Gly Leu 
65 70 75 80 

ttt gtg acg gtc ttg gaa gtg age agt gee teg gcg gee cac aca ggg 288 
Phe Val Thr Val Leu Glu Val Ser Ser Ala Ser Ala Ala His Thr Gly 
85 90 95 
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ttg tac act tgc tat tac aac Gac act cag aca gaa gag aat gag ctt 336 
Leu Tyr Thr Cys Tyr Tyr Asn His Thr Gin Thr Glu Glu Asn Glu Leu 
100 105 110 

gaa ggc agg cac att tac ate tat gtg cca gac cca gat gta gec ttt 384 
Glu Gly Arg His !le Tyr lie Tyr Val Pro Asp Pro Asp Val Ala Phe 
115 120 125 

gta cct eta gga atg acg gat tat tta gtc ate gtg gag gat gat gat 432 
Vai Pro Leu Gly Met Thr Asp Tyr Leu Val I le Val Glu Asp Asp Asp 
130 135 140 

tct gec att ata cct tgt cgc aca act gat ccc gag act cct gta ace 480 
Ser Ala Me Me Pro Cys Arg Thr Thr Asp Pro Glu Thr Pro Val Thr 
145 150 155 160 

tta cac aac agt gag ggg gtg gta cct gee tec tac gac age aga cag 528 
Leu His Asn Ser Glu Gly Val Val Pro Ala Ser Tyr Asp Ser Arg Gin 
165 170 175 

ggc ttt aat ggg ace ttc act gta ggg ccc tat ate tgt gag gee ace 576 
Gly Phe Asn Gly Thr Phe Thr Val Gly Pro Tyr Me Cys Glu Ala Thr 
180 185 190 

gtc aaa gga aag aag ttc cag ace ate cca ttt aat gtt tat get tta 624 
Val Lys Gly Lys Lys Phe Gin Thr Me Pro Phe Asn Val Tyr Ala Leu 
195 200 205 

aaa gca aca tea gag ctg gat eta gaa atg gaa get ctt aaa ace gtg 672 
Lys Ala Thr Ser Glu Leu Asp Leu Glu Met Glu Ala Leu Lys Thr Vai 
210 215 220 

tat aag tea ggg gaa acg att gtg gtc ace tgt get gtt ttt aac aat 720 
Tyr Lys Ser Gly Glu Thr Me Val Val Thr Cys Ala Val Phe Asn Asn 
225 230 235 240 

gag gtg gtt gac ctt caa tgg act tac cct gga gaa gtg aaa ggc aaa 768 
Glu Vai Val Asp Leu Gin Trp Thr Tyr Pro Gly Glu Val Lys Gly Lys 
245 250 255 
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ggc ate aca atg ctg gaa gaa ate aaa gtc cca tec ate aaa ttg gtg 816 
Gly He Thr Met Leu Glu Giu He Lys Vat Pro Ser Me Lys Leu Val 
260 265 270 

tac act ttg acg gtc ccc gag gee acg gtg aaa gac agt gga gat tac 864 
Tyr Thr Leu Thr Vai Pro Glu Ala Thr Val Lys Asp Ser Gly Asp Tyr 
275 280 285 

gaa tgt get gee cgc cag get ace agg gag gtc aaa gaa atg aag aaa 912 
Glu Cys Ala Ala Arg Gin Ala Thr Arg Glu Vai Lys Glu Met Lys Lys 
290 295 300 

gtc act att tct gtc cat gag aaa ggt ttc att gaa ate aaa ccc ace 960 
Val Thr He Ser Val His Glu Lys Gly Phe Me Glu Me Lys Pro Thr 
305 310 315 320 

ttc age cag ttg gaa get gtc aac ctg cat gaa gtc aaa cat ttt gtt 1008 
Phe Ser Gin Leu Glu Ala Val Asn Leu His Giu Val Lys His Phe Val 
325 330 335 

gta gag gtg egg gee tac cca cct ccc agg ata tec tgg ctg aaa aac 1056 
Val Glu Val Arg Ala Tyr Pro Pro Pro Arg Me Ser Trp Leu Lys Asn 
340 345 350 

aat ctg act ctg att gaa aat etc act gag ate acc act gat gtg gaa 1104 
Asn Leu Thr Leu Me Glu Asn Leu Thr Glu Me Thr Thr Asp Val Glu 
355 360 365 

aag att cag gaa ata agg tat cga age aaa tta aag ctg ate cgt get 1152 
Lys Me Gin Glu Me Arg Tyr Arg Ser Lys Leu Lys Leu I le Arg Ala 
370 375 380 

aag gaa gaa gac agt ggc cat tat act att gta get caa aat gaa gat 1200 
Lys Glu Glu Asp Ser Gly His Tyr Thr Me Val Ala Gin Asn Glu Asp 
385 390 395 400 

get gtg aag age tat act ttt gaa ctg tta act caa gtt cct tea tec 1248 
Ala Val Lys Ser Tyr Thr Phe Glu Leu Leu Thr Gin Val Pro Ser Ser 
405 410 415 
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att ctg gac ttg gtc gat gat cac cat ggc tea act ggg gga cag acg 1296 
I le Leu Asp Leu Val Asp Asp His His Giy Ser Thr Gly Gly Gin Thr 
420 425 430 

gtg agg tgc aca get gaa ggc acg ccg ctt cct gat att gag tgg atg 1344 
Val Arg Cys Thr Ala Glu Gly Thr Pro Leu Pro Asp lie Glu Trp Met 
435 440 445 

ata tgc aaa gat att aag aaa tgt aat aat gaa act tec tgg act att 1392 
I le Cys Lys Asp I le Lys Lys Cys Asn Asn Giu Thr Ser Trp Thr I ie 
450 455 460 

ttg gec aac aat gtc tea aac ate ate acg gag ate cac tec cga gac 1440 
Leu Ala Asn Asn Vat Ser Asn Me lie Thr Glu Me His Ser Arg Asp 
465 470 475 480 

agg agt ace gtg gag ggc cgt gtg act ttc gec aaa gtg gag gag acc 1488 
Arg Ser Thr Val Giu Giy Arg Val Thr Phe Ala Lys Val Giu Glu Thr 
485 490 495 

ate gec gtg cga tgc ctg get aag aat etc ctt gga get gag aac cga 1536 
lie Ala Va! Arg Cys Leu Ala Lys Asn Leu Leu Gly Ala Glu Asn Arg 
500 505 510 

gag ctg aag ctg gtg get ccc acc ctg cgt tct gaa gac tac aag gac 1584 
Glu Leu Lys Leu Val Aia Pro Thr Leu Arg Ser Glu Asp Tyr Lys Asp 
515 520 525 

gac gat gac aag 1596 
Asp Asp Asp Lys 
530 



<210> 8 

<211> 532 

<212> PRT 

<213> Artificial 



<220> 
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<223> a human soluble PDGFR-a I pha 
<400> 8 

Met Gly Thr Ser His Pro Ala Phe Leu Val Leu Gly Cys Leu Leu Thr 
15 10 15 

Gly Leu Ser Leu lie Leu Cys Gin Leu Ser Leu Pro Ser Me Leu Pro 
20 25 30 

Asn Giu Asn Glu Lys Val Val Gin Leu Asn Ser Ser Phe Ser Leu Arg 
35 40 45 

Cys Phe Gly Glu Ser Glu Val Ser Trp Gin Tyr Pro Met Ser Glu Glu 
50 55 60 

Giu Ser Ser Asp Val Glu Me Arg Asn Glu Glu Asn Asn Ser Gly Leu 
65 70 75 80 

Phe Val Thr Val Leu Glu Val Ser Ser Ala Ser Ala Ala His Thr Gly 
85 90 95 

Leu Tyr Thr Cys Tyr Tyr Asn His Thr Gin Thr Glu Glu Asn Glu Leu 
100 105 110 

Glu Gly Arg His Me Tyr Me Tyr Val Pro Asp Pro Asp Val Ala Phe 
115 120 125 

Va I Pro Leu G I y Met Thr Asp Tyr Leu Va I II e Va I Glu Asp Asp Asp 
130 135 140 

Ser Ala Me Me Pro Cys Arg Thr Thr Asp Pro Glu Thr Pro Val Thr 
145 150 155 160 

Leu His Asn Ser Glu Gly Val Val Pro Ala Ser Tyr Asp Ser Arg Gin 
165 170 175 

Gly Phe Asn Gly Thr Phe Thr Val Gly Pro Tyr Me Cys Glu Ala Thr 
1 80 1 85 1 90 



Val Lys Gly Lys Lys Phe Gin Thr Me Pro Phe Asn Val Tyr Ala Leu 
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1 95 200 205 

Lys Ala Thr Ser Glu Leu Asp Leu Giu Met Giu Ala Leu Lys Thr Vai 
210 215 220 

Tyr Lys Ser Giy Glu Thr lie Val Val Thr Cys Ala Val Phe Asn Asn 
225 230 235 240 

Glu Val Val Asp Leu Gin Trp Thr Tyr Pro Gly Glu Val Lys Gly Lys 
245 250 255 

Gly lie Thr Met Leu Glu Giu Me Lys Val Pro Ser He Lys Leu Val 
260 265 270 

Tyr Thr Leu Thr Val Pro Glu Ala Thr Val Lys Asp Ser Gly Asp Tyr 
275 280 285 

Glu Cys Ala Aia Arg Gin Ala Thr Arg Glu Val Lys Glu Met Lys Lys 
290 295 300 

Val Thr lie Ser Vai His Giu Lys Giy Phe lie Giu lie Lys Pro Thr 
305 310 315 320 

Phe Ser Gin Leu Glu Afa Vai Asn Leu His Glu Val Lys His Phe Vai 
325 330 335 

Val Giu Val Arg Ala Tyr Pro Pro Pro Arg lie Ser Trp Leu Lys Asn 
340 345 350 

Asn Leu Thr Leu lie Glu Asn Leu Thr Giu lie Thr Thr Asp Val Glu 
355 360 365 

Lys lie Gin Glu Me Arg Tyr Arg Ser Lys Leu Lys Leu Me Arg Ala 
370 375 380 

Lys Giu Glu Asp Ser Gly His Tyr Thr Me Val Aia Gin Asn Glu Asp 
385 390 395 400 



Ala Vai Lys Ser Tyr Thr Phe Giu Leu Leu Thr Gin Val Pro Ser Ser 
405 410 415 
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lie Leu Asp Leu Val Asp Asp His His Gly Ser Thr Gly Gly Gin Thr 
420 425 430 

Vai Arg Cys Thr Ala Glu Gly Thr Pro Leu Pro Asp Me Glu Trp Met 
435 440 445 

I le Cys Lys Asp I le Lys Lys Cys Asn Asn Giu Thr Ser Trp Thr I le 
450 455 460 

Leu Ala Asn Asn Val Ser Asn lie lie Thr Glu Me His Ser Arg Asp 
465 470 475 480 

Arg Ser Thr Val Glu Gly Arg Val Thr Phe Ala Lys Val Glu Glu Thr 
485 490 495 

Me Ala Val Arg Cys Leu Ala Lys Asn Leu Leu Gly Ala Glu Asn Arg 
500 505 510 

Glu Leu Lys Leu Val Ala Pro Thr Leu Arg Ser Glu Asp Tyr Lys Asp 
515 520 525 

Asp Asp Asp Lys 
530 



<210> 9 

<211> 28 

<21 2> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized sequence 

<400> 9 

aaagatctat ggggacttcc catccggc 



<210> 
<211> 



10 
50 
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<212> DNA 
<213> Artificial 

<220> 

<223> an artificially synthesized sequence 
<400> 10 

ttgctagctc acttgtcatc gtcgtccttg tagtcttcag aacgcagggt 



<210> 11 

<211> 21 

<212> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized sequence 

<400> 1 1 

gcaggctgct gtaacgatga a 

<210> 12 

<211> 22 

<212> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized sequence 

<400> 12 

tcacatctgc tgtgctgtag ga 

<210> 13 

<211> 26 

<212> DNA 

<213> Artificial 

<220> 



34/39 



<223> an artificially synthesized sequence 

<400> 13 

catgcagatc atgcggatca aacctc 

<210> 14 

<211> 24 

<212> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized sequence 

<400> 14 

cagcaatacc atttggaatg gaat 

<210> 15 

<211> 24 

<21 2> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized sequence 

<400> 15 

ttgaagttct cgggagtgat atca 

<210> 16 

<211> 25 

<212> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized sequence 

<400> 1 6 

cgttgggatt cgcagtaccc tcaca 
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<210> 17 

<211> 19 

<212> DNA 

<213> Artificial 



<220> 

<223> an artificially 
<400> 17 

cgtcaagtgc cagccttca 

<210> 18 

<211> 21 

<212> DNA 

<213> Artificial 

<220> 
<223> 

<400> 18 

atgcacactc caggtgttcc t 



synthesized sequence 



an artificially synthesized sequence 



<210> 19 

<211> 24 

<212> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized sequence 

<400> 1 9 

cactttggcc accttgacac tgcg 



<210> 20 
<211> 24 
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<212> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized sequence 

<400> 20 

gagcatcttc gacaacctct acac 

<210> 21 

<211> 25 

<212> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized sequence 

<400> 21 

ccggtatcca ctcttgatct tattg 

<210> 22 

<211> 27 

<212> DNA 

<213> Artificial 

<220> 

<223> an artificial ly synthesized sequence 

<400> 22 

ccctatcctg gcatgatggt cgattct 

<210> 23 

<211> 22 

<212> DNA 

<213> Artificial 

<220> 
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<223> an artificially synthesized sequence 

<400> 23 

cctggagaaa cctgccaagt at 

<210> 24 

<211> 22 

<212> DNA 

<213> Artificial 

<220> 

<223> an artificial ly synthesized sequence 

<400> 24 

ttgaagtcgc aggagacaac ct 

<210> 25 

<211> 26 

<212> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized sequence 

<400> 25 

tgcctgcttc accaccttct tgatgt 

<210> 26 

<211> 30 

<212> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized sequence 

<400> 26 

aagaattcat gaggaccttg gcttgcctgc 



38/39 



<210> 27 

<211> 35 

<212> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized sequence 

<400> 27 

aagaattctt aggtgggttt taaccttttt ctttt 

<210> 28 

<211> 20 

<212> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized sequence 

<400> 28 

tccacgccac taagcatgtg 

<210> 29 

<211> 20 

<212> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized sequence 

<400> 29 

tcgacctgac tccgaggaat 



<210> 30 
<211> 27 
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<212> DNA 
<213> Artificial 

<220> 

<223> an artificially synthesized sequence 
<400> 30 

ctgcaagacc aggacggtca tttacga 



